Key indicators: single-crystal X-ray study; T = 293 K; mean (C-C) = 0.003 Å; R factor = 0.032; wR factor = 0.093; data-to-parameter ratio = 12.1.
In the title compound, 2C 4 H 6 N 3 + ÁSO 4
2À
, the cations are each essentially planar with r.m.s. deviations of the fitted atoms of 0.008 and 0.002 Å . In the crystal, adjacent ions are linked by N-HÁ Á ÁO, C-HÁ Á ÁO and C-HÁ Á ÁN hydrogen bonds, forming a three-dimensional network.
Related literature
For the crystal structures of 2-aminopyrimidinium salts with other anions, see : Cheng et al. (2010) ; Eshtiagh-Hosseini et al. (2010) .
Experimental
Crystal data Table 1 Hydrogen-bond geometry (Å , ). There are several supramolecular structures containing 2-aminopyrimidinium cations with other anions constructed by hydrogen bonds (Cheng, et al. 2010; Eshtiagh-Hosseini, et al., 2010) . The asymmetric unit of the title compound, consists of two independent 2-aminopyrimidinium cations and a sulfate anion ( 
An aqueous solution (5.0 ml) of zinc sulfate (1.0 mmol) was layered carefully over a methanolic solution (5.0 ml) of 2-aminopyrimidine (1.0 mmol) in a tube. Colourless crystals were obtained after several weeks. These were washed with methanol and collected in 85.8% yield.
Refinement
H atoms bound to C atoms were placed in idealized positions and constrained to ride on their parent atoms, with C-H = 0.93 Å, and with U iso (H) = 1.2 U eq (C). The amine hydrogen atoms and the pyrimidinium hydrogen atoms were located in diffrernce Fourier maps and were allowed to refine with isotropic displacement parameters U iso .
Computing details
Data collection: APEX2 (Bruker, 2010); cell refinement: SAINT (Bruker, 2010); data reduction: SAINT (Bruker, 2010); program(s) used to solve structure: SHELXS97 (Sheldrick, 2008 ); program(s) used to refine structure: SHELXL97 (Sheldrick, 2008) ; molecular graphics: DIAMOND (Brandenburg, 2010) ; software used to prepare material for publication: SHELXL97 (Sheldrick, 2008 The molecular structure of the title compound with the atom numbering scheme. Displacement ellipsoids are drawn at the 30% probability level. H atoms are presented as small spheres of arbitrary radius. are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger. Symmetry codes: (i) −x+1/2, y−1/2, −z+3/2; (ii) −x, −y+1, −z+1; (iii) −x, −y+1, −z+2; (iv) −x+1, −y+1, −z+2; (v) x+1/2, −y+1/2, z+1/2; (vi) x+1/2, −y+3/2, z−1/2; (vii) −x+1/2, y+1/2, −z+3/2.
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (

